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Figure lA 



1 ACAAATGACCGGGAGCCATGACGTCATCGGGGGCGCAGGAAAGCAGGTGCTCTGCTGCTT 60 
1 MTGSHDVIGGAGKQVLCCF 19 



61 TTGCAAGCAGAGAAATAAGAGTTTG GGCACCTACCCAGGGGTCCCAGGGAATGCCCTGT G 120 

20 CKQRNKSl. jS . -T .'Y "'P G V> '■P.:^.:G : M'iiU.'^^M 39 

121 GCTCCTGACCTCCCCCGCCTGTAATGCTCTGAGCACTTCAGCAGTAATGCATGGAAGAGA 180 

40 |L.., L ..T S .,^.,^.,A -C.- N A.,^,L. 'S.-T^ylS A| V M H G R D 59 

181 TAAGGGGTCTGTGACCCATGGAACTGTCCAAGTCCTCTCTGACACCCGCTTCTTTTCCTG 24 0 

60 KGSVTHGTVQVLSDTRFFSC 79 

241 CCGTGAAGGACTACTTCCAGCAACCCAGTCTCCTGCCATGTCCGACCCCATCACGCTGAA 300 

80 REGLIjPATQSPAMS D P I T L N 99 

301 CGTCGGGGGGAAGCTCTATACAACCTCACTGGCGACCCTGACCAGCTTCCCTGACTCCAT 360 

100 VGGKLYTTSLATL TS FPDSM 119 



361 GCTAGGCGCCATGTTCAGCGGGAAGATGCCCACCAAGAGGGACAGCCAGGGCAACTGCTT 420 

120 LGAMFSGKMPTKRDSOGNCF 139 

421 CATTGACCGTGACGGCAAAGTGTTCCGCTATATCCTCAACTTCCTGCGGACCTCCCACCT 4 80 

140 IDRDGKVFRYILNFLRTSHL 159 



481 TGACCTGCCTGAGGACTTCCAGGAGATGGGGCTGCTCCGCAGGGAGGCCGACTTCTACCA 54 0 

160 DLPEDFOEMGLLRREADFYQ 179 

541 GGTGCAGCCCCTGATTGAGGCCCTGCAGGAGAAGGAAGTGGAGCTCTCCAAGGCCGAGAA 600 

180 VOPLIEALOEKEV E L S K A E K 199 

601 GAATGCCATGCTCAACATCACACTGAACCAGCGTGTGCAGACGGTCCACTTCACTGTGCG 660 

200 NAMLNITLNQRVQTVHFTVR 219 



661 CGAGGCACCCCAGATCTACAGCCTCTCCTCTTCCAGCATGGAGGTCTTCAACGCCAACAT 72 0 

220 EAPQIYSLSSSSME iy-,--F ■ N.^itf A-.ffJW.e'.aJ 239 

721 C TTCAGCACCTCCTGCCTCTTCCTCAAGCTCCTTGGCTCTAAGCTCTTCTACTGCT CCAA 780 

240 1F•^ ?-S.'. .T> ■S.V. Ct, L.:. F- L . X ■ -L'-.. LM .G^■^S'i».-. R:v'L ■^^F..' , Y - ^C^;^^ N 259 

781 TGGCAATCTCTCCTCCATCACCAGCCACTTGCAGGACCCCAACCACCTGACTCTGGACTG 840 

260 GNLSSITSHLQDPNHLTLDW 279 



841 GGTGGCCAATGTGGAGGGCCTGCCAGAGGAGGAGTACACCAAGCAGAACCTCAAGAGGCT 900 
280 VANVEGLPEEEYTKQNLKRL 299 
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Figure IB 

901 CTGGGTGGTGCCCGCCAACAAGCAGATCAACAGCTTCCAGGTCTTCGTGGAAGAGGTACT 960 

300 WVVPANKQINSFQVFVEEVIi 319 

961 GAAAATCGCTCTGAGCGATGGCTTCTGCATCGATTCTTCTCACCCACATGCTCTGGATTT 1020 

320 KIALSDGFCIDSSHPHALDF 339 

1021 TATGAACAATAAGATTATTCGATTAATACGGTAC AGGTAAAAGGACCCCAACAACACTGG 1080 

340 MNNKIIRLIRYR 351 

1081 AGATGGGGAGTCCCAGGAAGCTCATGTCAGCCAGGTCTTGGAGGGCATCTCGCCAGTGGT 114 0 

1141 GCGAGGCAGGGGACTATACTAATCTGTATTAATTGTGTAGCAGGACTTGATTCCCCCCAT 1200 

1201 GATGAAGTCCACCTTTTGGAATCCAGTGTCCTCTGAACAGAACCACCTTTTTTCTTGCCA 1260 

1261 TTTTGAGCTGCAGACAGGCGGTTTATTATGACAAGTGAAGAGTCAGCTGATGTGTACTAA 1320 

1321 AGGAGGCCATAGGAGGATTTTCCAGCCAGGACAAAAGAGCAGCAGTTTTCTCCTGGGCTC 1380 

1381 C ATCTCTCTGTACCGCTAGCCAGTGCCGCATTTATCCATCTGTAAGAAGGCCCTGGTGG A 1440 

1441 GAGGATGGGATGAGAACAAGAGGCTACCTCCAGTTAACCAGGACATAAAGTCCCCAGCGG 1500 

1501 TTCCTGTCACACCTGCTCCTCCCTCCCCAGGGTGCATCCATGATCGTGGATGTTTGCCCA 1560 

1561 GGGGTGACCATGTTTGGCTGGCTTGGAATGCTGTGCATTCTCAGAGCTCTGTTAGTGTCC 162 0 

1621 CCTCTTGGGGGTCAGAGATGAGGTGTGGCAGGGTCTAGAGGAATGAGTGTCCAGGCAGAG 1680 

1681 TTCAGAAGGTAGGAATGTCCCTCTTGATAGGGCTGAATCAAGGGATTCCTGG CTTTAGAA 1740 

1741 AGGGTCTGCTATCTTTGCAAAAATGTGCAAGTATCTGTAGCCAGTGTAATGAAATCACTT 1800 

1801 CCAAATCCAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 183 9 
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Figure 2A 
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Figure 2B 
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Figure 3 
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Figure 4. 



K+betaM4 



Protein 


Gcnbanic ID 


Identities 


Similarities 


human potassium channel 
K+Hnov27 protein 


gi| Y34125 


31.6% 


45.1% 


human potassium channel 
K+Hnov28 protein 


gi| Y34129 


42.3% 


50.5% 


human neuroblastoma protein 


Ri| 12654691 


36.2% 


47.3% 


Drosophila CGI 0440 protein 


gi|729I303 


28.0% 


38.6% 


Human Maxi-K potassium 
channel beta subunit, KCNMBl 


gi|4758625 


26.1% 


39.1% 



K+betaM5 



Protein 


Genbank ID 


Identities 


Similarities 


human potassium channel 
K+Hnov28 protein 


gi| Y34129 


31.7% 


43.4% 


the human lung protein, 
MGC:2376 


gi| 12654469 


34.4% 


45.6% 


human MSTP028 protein 


gill 1640564 


31.7% 


43.4% 


Cacnorhabditis K+ channel 
tctramerisation domain 
containing protein 


gi|3875362 


34.4% 


45.6% 


Drosophila CG 10465 protein 


gi|7302243 


30.8% 


38.3% 


Human Maxi-K potassium 
channel beta subunit, KCNMBl 


gi|4758625 


20.0% 


40.0% 
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Figure 6A 



1 ATGACGATGGCGGTTTTGCGGAATAGAAAAGGGGGAAAGGGACCACTCAGGCGCCGGCCG 60 

IMTMAVLRNRKGGKGPLRRRP 20 

6 1 CTGGCGCTGCCTGCTCTTCGACTGGGCGAGCTTCCTGCCAATCAGGGCGGAACCAGCGCG 12 0 

21LALPAI.RLGELPANQGGTSA 40 

121 GCGTCGGCCAGTAGCGGGAGGCGGTCGGGTCAGGCCCCAGCTGGGCGCGAGCGGGTCGGC 180 

41ASASSGRRSGQAPAGRERVG 60 

181 GTTGAGGGAGCCACCGCCCTCCCGCCTGCGCACTGCCTCTCGCCCCCCTCCGGCCAGCCC 24 0 

61VEGATALPPAHCLSPPSGQP 80 



241 GCAGCCGGCCGCGTCATGCCAGGCGCTGCTCGGCGAGCCAGAGGGATGGTGGTAGTCACG 300 
81AAGRVMPGAARRARGMVVVT 100 



3 01 GGGCGGGAGCCAGACAGCCGTCGTCAGGACGGTGCCATGTCCAGCTCTGACGCCGAAGAC 36 0 
101 GREPDSRRQDGAMSSSDAED 120 



361 GACTTTCTGGAGCCGGCCACGCCGACGGCCACGCAGGCGGGGCACGCGCTGCCCCTGCTG 42 0 

121 DFLEPATPTATQAGHALPLL 140 

421 CCACAGGAGTTTCCTGAGGTTGTTCCCCTTAACATCGGAGGGGCTCACTTCACTACACGC 480 

141 P Q E F P EVVPLNIGGAHFTTR 160 

4 81 CTGTCCACACTGCGGTGCTACGAAGACACCATGTTGGCAGCCATGTTCAGTGGGCGGCAC 54 0 

161 LSTL. RCYEDTMLAAMFSGRH 180 

54 1 TACATCCCCACAGACTCCGAGGGCCGGTACTTCATCGACCGAGATGGCACACACTTTGGA 600 

181 YIPTDSEGRYF IDR DGTHFG 200 

601 GATGTGCTGAATTTCCTGCGCTCAGGGGACCTCCCACCCAGGGAGCGTGTTCGAGCTGTG 660 

201 DVLNFLRSGDLPPRERVRAV 220 

661 TACAAAGAGGCCCAGTACTATGCCATCGGGCCCCTCCTGGAGCAGCTGGAGAACATGCAG 720 

221 YKEAQYYAIGPLLEOLENMQ 240 

721 CCACTGAAGGGCGAGAAGGTGCGCCAAGCGTTTCTGGGACTCATGCCCTATTACAAAGAC 780 

241 PLKGEKVRQAFLGLMPYYKD 260 



781 CACTTGGAGCGGATTGTGGAGATCGCCCGGCTGCGTGCGGTCCAGCGGAAGGCCCGCTTT 84 0 
261 HLERIVEIARLRAVQRKARF 280 
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Figure 6B 

841 GCCAAGCTCAAGAGCTTGACACCTTCCTGGCTAATGAGTGTCCTCATCAAGATGCCCCCT 900 

281 AKLKSLTPSWLMSVLIKMPP 300 

901 GGAGTCACATCATGGATTAACGCAGAAAGGCGGCTGTATTTGGAAACTCCCATTGGTCCA 960 

301 G V T S W INAERRLYLETPIGP 320 

961 GAGAGACAGAACAATGAGAAGAAATCCCCTGTCCAGTTGCCTGCAGGAGTATTCCAACAC 1020 

321 ERQNNEKKS PVQLPAGVFQH 340 

1021 TTCATGGGCTAGAGGATTCCATTGAGATGGGGTTTACGTCTTGATTTTGAACACCTGTCA 10 80 

341 F M G 343 

1081 GCACTGTTCTCTGTTTGCATGGCAATTCTGACCCTTTTATGGCAACAACACCCCTGGGAC 114 0 

1141 AACCCAGATTTGTAGATTGAGATCCAAAGGTAGAATTTCCAGACAGTCCAACCAAGGTAT 1200 

12 01 CAAGTGATGTTTCCAGAGTGGAAGGCTCTCACCGTGTCCCAGGATTTCTGGGGTTTGTAA 1260 
1261 GCAGTACTGGCCATTTGTGACCCTGTTTTTTACCTAATCATTCTGTCTTTTTAGGACATG 1320 
1321 GTTTTACCCGATCCCTGGCAAAGGATCCAGAATTCCAATAGCTGAAAACCCTGTTATAGC 1380 

13 81 TTTTCTCCTATTCTGCCTTACCCAAGACACACTTGAACCCCTCAGTAAGGCTATAGAGAG 144 0 
1441 GGCCATGAGCAGGGGCAGCCTCTCCCTTGTTTCTACAGCTCCATGATGAGGGGTTGACTG 1500 
1501 AGGCCAGCAATCCTTGTAGGTGTGACAGTTGCAATATAATTAACAGTTTCAAGATCTAGA 1560 
1561 GGTACCTTTTGAAAGAACCCCTTCAGGGATATCTATCCACAGTAGCCTGGAGCAGCCAAG 1620 
1621 GTGAACCTGAGATTTTGACCCACACAATAAGGGGGGGCCATTCTTTTTCAAATATTTTGG 1680 
1681 CTTCAGAATACACTTCATTACACATGCAAATATTGAGAGATTAACAGAAATTCCAGCTCT 174 0 
1741 TATGCCTAACTGAGAAGAGCCACTGCAAGTTGCAGTTAGGTACCCATGTGCAGCAGAGGC 1800 
1801 CAGCTGAATCCCAGAGCTTCCCAAAGTGGACACCAGCGGGGACTATTCCTGATGTCCCAC 1860 
1861 CCAAGAGAGGAAGATGAGCTGAGGCGCTCTTGCTCTGCCCAAATGCATCCCATGTGCATT 1920 
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Figure 6C 

1921 CACGTGTCACCCATTCAAAATAACATGGCATTCTTGGAACCTTGTATCTGACATGTAAGA 1980 
1981 CCAGCCTACACATTGGGGTGGGTGCAGGGGCTCACACTTGTAATCCTAGCACTTTGGAAG 2 040 
2041 GCTGAGGTGGGCAGATTGCTTGAGCACAGGAGTTCCAGACCAGCCTGAGCAACATGGCGA 2100 
2101 AATCCTGTCTCTTCAAGAAATAAAATAATAATAATAATAAAAAAAAAAAAAAAA 2154 
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Figure 7A 
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(10) baZtglKglKiinaFgglda - HSsUHKtlJB^TDgPSTlaiEi^SVajEEDgKjJBR 

201 250 

(201 ) D§{JJi|aaS@DpgP- -RE§-gRAi5YKj^Q^AHGj235lQLiNMQPLKGEK- 

(59) NflRgQEgLKGKI^SQYPCLWVpjjsg^RgAVijYHTEBTRgQNQQCSYIPG 

(74) l325lYil[2DST^I22ETN|Q|A@qi-{3^K^C0TEB^I SCgRALYAHQEPK 

( 58 ) PgjJofijgTiQ^ST gH3P|^YR@gQ||3E0K{^VlLLlDMPQIFGEQV 

(67) Y^IEHia3TiEpiELDFgj|iDLHRK@SD|aQgEjajig - 

(86) Tfiii8iYnraDBiAS)t3iigESRHagEra^ 

(59) l{QS{|QgDSQ3A{g3DSDg3fR{3QLQ^sB^L|DS3lll.Cg[ERLEQSLNP - 

251 300 

(247) VRQAFLG - - - LgPYYgDHLERl^E I Ajg LR^QR 

(10 9) S VDNgQ^RADVgKViAKFQlQQVF YCiS APg 

( 124 ) PICRgP^TSQKjgEQLHSVgLKPgElSWQSQNNKYSYTSTSDDN^KN 

(104) SRKQlLgQVPGYgENLEgMVRLARgE^TARg SS^VC 

(116) - - -TgEEgVELslTRggSKYgNPV^lSTQL TITTKgHSL 

( 13 6 ) PFCKVPgSTSSK^EQ^raATlNKPSESl^LYNiaSNNKYSYTSNSDDNESKN 

( 108 ) YgH£\^STVLgAR^l3FA@EKPlE2^RLP VYIATSGNQSYYFS 

301 350 

(277) KARigAKUKSLTPSW^SgLIKMPP GV- -Tg^INAEglgYLETPIGP 

(141) GNETSvBfQ^YGPQaHfIlFWP TlLSTGGLLliAMgKSNQY 

(174 ) lELgDKHSL^ER^SKfviGP- - - SEICCjJiSiYGHG^AEBCCTSI 

(142) flVETEEQDAYiSEVBcggoBKKMFKS WKEGPffil^VLDNi^MHCLEMDI 

(153) gEGgSNYFT^NKH^DgRSCQVS FTFGPC^HQEViLRVHnMEYIT 

(186) gELlDKaSL^NGR^IilKavIG DE I CCE@|YGQGg^EBcCTS I 

( 150 ) ETKgREgSE^HKHgAjllLITEPEF- - NEDCSgglFLRAjOCjTAR I KG - P 
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Figure 7B 
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Figure 8 
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